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<210> 1 
<211> 2922 
<212> DNA 
<213> Human 

<220> 

<221> gene 

<222> (1) . . . (2922) 

<223> BHLHB2 (DEC1) 

<221> variation 
<222> (27) . . . (27) 
<223> C or T 

<221> variation 
<222> (196) . . . (196) 
<223> C or T 

<221> CDS 

<222> (197) . . . (145) 
<223> BHLHB2 

<221> variation 
<222> (829) . . . (829) 
<223> C or T 

<221> variation 
<222> (2504) . . . (2504) 
<223> A or T 

<221> variation 
<222> (2732) . . . (2732) 
<223> A. or C 

<221> variation 
<222> (2770) . . . (2770) 
<223> A or G 

<221> variation 
<222> (2891) . . . (2891) 
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<223> A or T 
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<221> polyA_ signal 
<222> (2896) . . . (2901) 

<221> polyA_site 
<222> (2922) . . . (2922) 



<308> NM_003670 
<309> 1999-03-19 

<400> 1 

ggacaccggg ccatgcacgc ccccaactga 
gcccagggga tttcaaagag ctcagactca 
cctctccagg gcagtcctca tccagacgct 
cccggctcgc cgcgccatgg agcggatccc 
caaagcaccg ggactggagc acggagacct 
agtgtacaag tcaagacggg gaataaagcg 
gccgcaccgg ctcatcgaga aaaagagacg 
gaaggatctc ctacccgaac atctcaaact 
ggttcttgaa cttaccttga agcatgtgaa 
gcagaaaatc attgccctgc agagtggttt 
cgaaacaggt caagagatgt tctgctcagg 
gtatctggcc aagcacgaga acactcggga 
ccaccgggtg gtctcggagc tgctgcaggg 
tcccaaagtg atggacttca aggaaaaacc 
tgggaaaaac tgcgtgccag tcatccagcg 
cggcagcgac acggacacag acagtggcta 
cagtgageag ccgtgcttca aaagtgacca 
cggcgcaatt aagcaagagt ccgaagaacc 
ggatgatgaa ggccatttca ctagcagtga 
cccacaccag cctcctttct gcctgccctt 
cctgcccatg ctggagaagt gctggtatcc 
caacgcctct gccgcagccc tctctagctt 
gctcatgccc cagagactcc cttctccctt 
cttgctccaa gctctgaagc caatcccccc 
ctaggggatc ctgctgcttt gctttccttc 
tttttgtgaa tgctgcaaga ttgttgcatt 
agcagattca gggtgtgtgt gtgtgtgtgt 
cttgtgtgcct gcgtgttggt ataggacttt 
aggattgctt gacatcagga gacttggggg 
acccagagaa tagccccctt cgatacacat 
ggtctgtgag tcactcttca gtttgggagc 
tcaaaagagg gctttccagg gctcagctcc 
ctttattgtc gacgtgactc accagacgtc 
tgctaacatg gggaggtagc aggcactggc 
gcaggtctgc tccccacccc tgcctcggaa 
ctttcgtagt gattagctta ctaaggaact 
ccccggaggg agggaggagt tccctgggct 
gtacttactg tgcagggaac caaaccaagg 
ccccaaagtg cacaaagctg agtaaaaagc 
ttcaattcca tcctaaaact ccttttaacc 
cttggcaccg ccagatcctt tctgtaggct 
tccttattgc taaaaaggat tccgtctcct 
cttgttttcc cgatgtgtcc agccagctcc 
attgctgatc gtgttttaac tttttctttt 
ctttatttgt aaagctgtta taaatatata 



agctgcatct caaagccgaa gattccagca 60 
gaggaacatc tgcggagaga cccccgaagc 120 
ccgctagtgc agacaggagc gcgcagtggc 180 
cagcgcgcaa ccaccccccg cctgcctgcc 240 
accagggatg taccctgccc acatgtacca 3 00 
gagcgaggac agcaaggaga cctacaaatt 3 60 
tgaccggatt aacgagtgca tcgcccagct 420 
tacaactttg ggtcacttgg aaaaagcagt 4 80 
agcactaaca aacctaattg atcagcagca 540 
acaagctggt gagctgtcag ggagaaatgt 6 00 
tttccagaca tgtgcccggg aggtgcttca 660 
cctgaagtct tcgcagcttg tcacccacct 720 
tggtacctcc aggaagccat cagacccagc 7 80 
cagctctccg gccaaaggtt cggaaggtcc 840 
gactttcgct cactcgagtg gggagcagag 90 0 
tggaggagaa tcggagaagg gcgacttgcg 960 
cggacgcagg ttcacgatgg gagaaaggat 102 0 
ccccacaaaa aagaaccgga tgcagctttc 1080 
cctgatcagc tccccgttcc tgggcccaca 1140 
ctacctgatc ccaccttcag cgactgccta 1200 
cacctcagtg ccagtgctat acccaggcct 12 6 0 
catgaaccca gacaagatct cggctccctt 132 0 
gccagctcat ccgtccgtcg actcttctgt 1380 
tttaaactta gaaaccaaag actaaactct 1440 
ctcgctactt cctaaaaagc aacaaaaaag 1500 
gtgtatactg agataatctg aggcatggag 1560 
gtgtgtgtgt gtatgtgcgt gtgcgtgcac 162 0 
aaagctcctt ttggcatagg gaagtcacga 168 0 
ggattgtagc agacgtctgg gcttttcccc 1740 
cagctggatt ttcaaaagct tcaaagtctt 1800 
tgggtctgtg gctttgatca gaaggtactt 1860 
caaccagctg ttaggacccc acccttttgc 1920 
ggggagagag agcagtcaga ccgagctttc 1980 
atagcacggt agtggtttgg ggaggtttcc 2 04 0 
gaataaagag aatgtagttc cctactcagg 2100 
gaaaatgggc cccttgtaca agctgagctg 2160 
tctggcacct gtttctaggc ctaaccatta 222 0 
tctgagaaat gcggacaccc cgagcgagca 2280 
tgcccccttc aaacagaact agactcagtt 2340 
aagcttagct tctcaaaggc ctaaccaagc 240 0 
aattcctctt gcccaacggc atatggagtg 2460 
tcaaagaagt tttatttttg gtccagagta 252 0 
gcagcagctt ttcaagatgc actatgcctg 2580 
cctgttttta ttttggtatt aagtcgttgc 264 0 
ttatataaat atattaaaaa ggaaaatgtt 2700 
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tcagatgttt atttgtataa 
, gtttttgaag agaagaataa 
gagccttcct gaaggtgtaa 
tgttttaaaa tacttaataa 

<210> 2 
<211> 4i2 
<212> PRT 
<213> Human 

<308> NP_003661.1 
<309> 1999-03-19 
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aataattctt ttcctgtgga ag 2 922 
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<210> 3 

<211> 2909 

<212> DRA 

<213> Mus musculus 

<220> 

<221> gene 

<222> (1) . . . (2909) 

<223> BHLHB2 (Stral3;CR8) 

<221> CDS 

<222> (217) . . . (1452) 

<223> BHLHB2 (eipl; E47 interaction protein) 

<308> NM_011498 
<309> 2000-01-25 

<400> 3 

gccagaagcc gtggggacac ccggccatgc acgcccccaa ctgaagcgac acctcaaagc 60 
cgctgctcct ggcatcccag cgcattgcaa ggaagctcag gctagctcat aggaacatac 120 
ctcttgagac cctcggatcc tcccttccag ggcagccctt tctcagactc tactaagtgc 18 0 
agacaggagc gcacagtggc ccctgctcgc cgcatcatgg aacggatccc cagcgcgcaa 240 
ccacctccta cctgcctgcc caaagctcca gggctggagc acggagacct gtcagggatg 300 
gattttgccc acatgtacca agtgtacaag tccaggcggg gaataaaacg gagcgaagac 360 
agcaaggaaa cttacaaact gccgcaccgg ctgattgaga aaaagagacg tgaccggatt 42 0 
aacgagtgca ttgcccagct gaaggatctc ctacccgaac atctcaaact tactactttg 48 0 
ggtcacttgg aaaaagcagt ggttctggag cttacgttga agcacgtgaa agcattgaca 540 
aatctaattg atcagcagca gcagaaaatc attgccctgc agagcggttt acaagctggt 600 
gatttgtcgg gaagaaatct cgaggcaggg caagaaatgt tctgctcagg tttccagact 660 
tgtgcccgtg aggtacttca gtacctggcg aagcatgaga acactcggga cctgaaatct 720 
tcccagctcg tcactcatct ccatcgtgtg gtctcggagc tgctgcaggg tggtgcttcc 780 
aggaaaccat tggactcggc tcccaaagcc gtggacttga aagagaagcc cagcttccta 840 
gccaagggat cagaaggccc agggaaaaac tgtgtgccag tcatccagcg gacttttgct 900 
ccctcgggtg gggagcagag cggcagtgac acggacacag acagtggcta tggaggtgaa 960 
ttggagaaag. gggacttgcg cagtgaacag ccgtacttca aaagcgacca tggacgcagg 102 0 
ttcgccgtgg gagaacgtgt cagcacaatt aagcaagaat ccgaagagcc ccccaccaaa 1080 
aagagccgaa tgcagctctc agaagaggaa ggccacttcg cgggcagtga tctgatgggt 1140 
tccccatttc ttgggccaca cccacatcag cctccttttt gccttccctt ctatctcatc 12 00 
ccaccatcgg ccactgccta cctgcctatg ctggagaaat gctggtaccc cacctctgtg 1260 
ccagtgttat acccaggcct caacacctca gctgcagccc tctccagctt catgaaccca 132 0 
gacaagatac cgactccctt gcttctgccc cagagactcc cttctccttt ggcacattcg 13 80 
tcccttgact cttcggcctt gctccaggct ttgaagcaga tccctccttt aaacttagaa 1440 
accaaagact aaactctgga gggatctcct gctgccttgc tttctttcct ccctaattcc 15 00 
aaaaaccacg aaggtttccc tgagtgcaga gagatcagcc caccctgcag acccacagag 1560 
aagattcaga gtgtgtgtga gagtgagtga gtgtgcgtgc gtgcgtgctt gtatgtatgt 162 0 
ttgtatatgt aggacaataa gttccttctg acacaaggga gacacgagaa ggatagcctg 168 0 
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acatcagatg acagactgga ^^fcgtagc acatctctgg gcgtttccct acc^Bgaa 1740 
gagccccccc cccctttgat aWKatcggt tggattttca tatgcttcaa aggc^gatc 1800 
tgtgagtcac tctccagttt gggacatggg tctgtctgtg gctttgagaa aaggtacttt 1860 
caaaagaggg ctttccagag cacagctcac agccagctgt taggacccca cccttctccc 192 0 
tttattgtgg aggtgactca cagcagactg acagtggtca ggctgagctt tctgctaagg 1980 
tggtgaggtc gccaacactg gcatgtctcg gtagtggttt gggcaaattt ctgcaggtcc 2 04 0 
cttcccccca accccgtctc tgatgaataa agaccatgag tggagttcct taactcaggc 2100 
ttttgtgagt agtttactaa ggaactgaaa atggtcccct ttgtccaagc tgagctgcta 2160 
gggaatcaag gtgaactgga cccgtcctca ggcctctggc acctgtttct agctctcact 222 0 
tctacggcat gctgtccaag gaaccaaagg aggctctcgg agatgccccc aaacgtccca 2280 
aagtacacag agctaagtaa tcaattgcta cacttattgc acagctagac acggatttca 2340 
agtgtatcct aaagctttga accaagctta gcttctcaaa ggcctagcag agctttggca 2400 
ccccaagatc ctttctgtag gctatttcct cttgcccagc agcggatgga gcgtccttgc 2460 
taaaaagggt tccatctcct ttaaggacgt tttatttttg atccagagtc cttgtttcct 2520 
tgacttgctc caccagccct gcaccagctt tccaaatgca ctctgcttgt gttgaaattc 2580 
tcccattttt atttgggcat aaaagttgtt gcctttattt gtaaagctgt tataaatata 2640 
tattatataa atatatgaca aaggaaaatg tttcagatgt ctatttgtat aattacttga 2700 
tctacacagt gaggaaaaaa atgaatgtat ttctgttttt gaagagaata atttttttct 2760 
ctagggagag gcgaggttac agtgtttata ttttggaacc ttcctgaagg tgtgaaattg 2 82 0 
taaatatttt tatctaagta aatgttaagc agttgtttta aaaatactta ataaaataag 2880 
cttttttcct gtggaagcga cagtatcgg 2909 

<210> 4 . 

<211> 411 

<212> PRT 

<213> Mus musculus 



<308> NP_035628 . 1 
<309> 2000-01-25 
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Ala Lys' Gly Ser Glu GlAo Gly Lys Asn Cys Val Pro Val U^M^n 

210 220 
Arg Thr Phe Ala Pro Ser Gly Gly Glu Gin Ser Gly Ser Asp Thr Asp 
225 230 235 240 

Thr Asp Ser Gly Tyr Gly Gly Glu Leu Glu Lys Gly Asp Leu Arg Ser 

245 250 255 

Glu Gin Pro Tyr Phe Lys Ser Asp His Gly Arg Arg Phe Ala Val Gly 

260 ' 265 270 

Glu Arg Val Ser Thr lie Lys Gin Glu Ser Glu Glu Pro Pro Thr Lys 

275 280 285 

Lys Ser Arg Met Gin Leu Ser Glu Glu Glu Gly His Phe Ala Gly Ser 

290 295 300 

Asp Leu Met Gly Ser Pro Phe Leu Gly Pro His Pro His Gin Pro Pro 
305 310 315 320 

Phe Cys Leu Pro Phe Tyr Leu He Pro Pro Ser Ala Thr Ala Tyr Leu 

325 330 335 

Pro Met Leu Glu Lys Cys Trp Tyr Pro Thr Ser Val Pro Val Leu Tyr 

340 345 350 

Pro Gly Leu Asn Thr Ser Ala Ala Ala Leu Ser Ser Phe Met Asn Pro 

355 360 365 

Asp Lys He Pro Thr Pro Leu Leu Leu Pro Gin Arg Leu Pro Ser Pro 

370 375 380 

Leu Ala His Ser Ser Leu Asp Ser Ser Ala Leu Leu Gin Ala Leu Lys 
385 390 395 400 

Gin He Pro Pro Leu Asn Leu Glu Thr Lys Asp 
405 410 



<210> 5 
<211> 14 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> C/EBPbeta site 



<400> 5 

caatgtagca acgt 14 

<210> 6 
<211> 14 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> C/EBPalpha site 
<400> 6 

gtcttgccaa agca 14 

<210> 7 

<211> 11 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Protein transduction domain derived from Human 
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